Introduction
The complex chemical and physical structure of soil greatly influences the binding G2. All the preparations are summarised in Table 1 .
153
Following the extractions, the DNA yields were measured using Qubit ® 2.0 fluorometer 154 (Thermo Scientific™). Qubit measurements were taken from all the tube preparations in 155 triplicates and the average results reported in Table in S1 Supporting Information. All
156
PCR reactions were prepared using UV sterilised equipment and negative controls were 157 run alongside the samples.
158
The qPCR with primers targeting the 16S rRNA gene was carried out on a CFX 
232
Sequencing data after QIIME 2 pipeline processing (2.4) were statistically evaluated 233 using the Kruskal-Wallis test for alpha and beta diversity, a non-parametric method way between the samples, and hence it is very conservative [44] . All these statistical 244 tests were applied using QIIME2 v2017.9.
245

Results
246
The main aim of the present study was to evaluate the impact of the commercial 247 product G2 on DNA extraction from a silty clay soil layer between 1.00 and 2.20 mbgl.
248
G2, freeze-dried inside the lysing tubes, was applied with the purpose of preventing or Table 1 .
255
G2 enhanced DNA recovery from deep soil layers 256 In order to test the influence of the presence of G2 on DNA yield, a series of extractions Considering that G2 is a DNA-based product, this could potentially affect the Qubit 281 measurements since the signal recorded using a fluorescent dye is emitted when it 282 binds dsDNA. In such a situation there might be an overestimation of soil DNA from the
283
Qubit result. To examine whether this was the case, the copy number variation of a 284 genetic marker, such as the 16S rRNA gene for bacteria, was tested via qPCR.
285
The results of the qPCR (Fig 2 and in 
333
Considering that G2 is a DNA-based product, this could potentially affect the Qubit 334 measurements since the signal recorded using a fluorescent dye is emitted when it 335 binds to dsDNA. In such a situation there might be an overestimation of soil DNA from the Qubit result. To examine whether this was the case, the copy number variation of a 337 genetic marker, such as the 16S rRNA gene for bacteria, was tested via qPCR.
338
The results of the qPCR (Fig 2) parameter of all the variables considered was the use of G2.
356
Influence of G2 on the bacterial community structure 357 We also tested whether the use of G2 influenced microbial community composition, for community DNA composition was also evaluated.
364
After data pre-processing through the QIIME2 pipeline, denoised and rarefied exact 365 sequence variants were obtained. From these, the effects of G2 and bead size on alpha 366 diversity were examined, focusing on two parameters: richness and evenness. These sample, the effect on richness and evenness could probably be cancelled out or 534 reverted due to the sequencing depth effect [54] . Some of the differences caused by uneven sequencing coverage could be reduced by performing a rarefaction on the 536 sample, as was done in this study, but cannot be avoided completely [55] .
537
In terms of beta diversity, only the use of mixed beads had an effect on the different samples sequenced without the addition of G2. The two plastic lysing tubes tested had 563 no effect on either the yield or the composition of the microbiota.
564
In contrast, the use of different bead sizes had a significant effect. 
26.117
Fast 
